1: Differences of prediction results of Unknown 4700 between FPT and SNB. FPT use 0.65 as hit-rate threshold, and there are totally 138 proteins in this table, which are predicted using the rules in Table 4 . N represents nucleus, M for mitochondria, C for cytoplasm, T for membrane, and E for endoplasmic reticulum or extracellular. Here database include SGD(Saccharomyces Genome Database),Swiss-Prot, and Mips. About the column of location from database, the default is from SGD, and the items from Mips and Swiss-Prot have been indicated. Unknown denotes that the there are no explicit description about the localization of this protein from the three database. For SwissProt, the term 'Potential' indicates that there is some logical or conclusive evidence that the given annotation could apply. This non-experimental qualifier is often used to present the results from protein sequence analysis tools, which are only annotated, if the result makes sense in the context of a given protein. The term 'Probable' is stronger than the qualifier 'Potential' and there must be at least some experimental evidence, which indicates, that the given information is expected to be found in the natural environment of a protein. 
